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Fig. S1
GO analysis of differentially expressed genes in leaves under uniform salinity treatment (100/100 mM NaCl) (A) and non-uniform salinity treatment (0/200 mM NaCl) (B) obtained from RNA sequencing. The abscissa of the bar plot represents the gene count within each GO category. All processes listed had enrichment p values < 0.05.
Fig. S2
Comparison of the expression ratios of some selected genes using RNA-Seq and RT-PCR.
Supplemental Table S1
Total number of sequencing reads and unique mapped reads obtained from each sample.
Supplemental Table S2
The expression patterns of CK, ABA and ET biosynthesis and metabolic related genes in roots under uniform and non-uniform salinity treatments, which were significantly up-or down-regulated in the high-saline root sides.
Supplemental Table S3
Summary of differentially expressed transcription factors (TFs) in roots of uniform and non-uniform salinity treatments.
Supplemental table S4
The expression patterns of TF genes in roots under uniform and non-uniform salinity treatments, which were significantly up-or down-regulated in the non-saline root sides.
Supplemental table S5
The expression patterns of genes in roots and leaves under uniform and non-uniform salinity treatments, as identified by RT-PCR.
Supplemental table S6
Primers used for RT-PCR analysis of genes described in Fig. 2 and 
Supplemental table S7
Primers used for RT-PCR analysis of genes in Supplemental Table   S5 . Supplemental Table S2 The expression patterns of CK, ABA and ET biosynthesis and metabolic related genes in roots under uniform and non-uniform salinity treatments, which were significantly up-or down-regulated in the high-saline root sides. 
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